Figure S4: Network graph analysis of RF distances between gene trees and species trees. Nodes are
colored according to alignment length of the corresponding gene, or white if they represent species
trees or concatenated alignments. Alignment lengths of ycf1 and ycf2 were trimmed to approximately
the length of rpoC2. Edge widths and coloring represent RF distances; thicker edges correspond to
stronger similarities (e.g. smaller distances). The graph was laid out using the Fruchterman-Reingold

algorithm with inverse RF for edge weights.
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